Predictions of flexible C-terminal tethers of bacterial proteins with the FLEXTAIL bioinformatics pipeline.
Proteins use conserved binding motifs associated with relatively unconserved flexible amino acid sequences as mobile tethers for interacting molecules, as exemplified by C-terminal sequences of bacterial chemotaxis receptors. The FLEXTAIL bioinformatics pipeline predicts flexible tethers and their binding motifs based on the properties of flexibility and sequence conservation. In four groups of bacterial genomes, the algorithm identified > 100 putative binding domains, including verifying the known bacterial chemotaxis receptor-- NWETF binding motif. Some potential C-terminal flexible regions that have not previously been recognised to function as protein tethers were found and should be investigated further for binding targets and flexibility.